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ABCC11 1382 aa linear PRI 05-NOV-2002 

ATP-binding cassette, sub-family C member " Jsof orm a; 
multi-resistance protein 8; ATP-binding cassette transporter MRP8, 
ATP-binding cassette protein Cll [Homo sapiens] . 
NP_115972 

NP_115972.2 GI:21729873 
REFSEQ: accession NM 032583.2 

Homo sapiens (human) 

Euka^ogat^ etazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 
Mammalia; Eutheria; Primates; Catarrhim; Homimdae; Homo. 

1 (residues 1 to 1382) 

Dean,M., Rzhetsky,A. and Allikmets,R. 

The human ATP-binding cassette (ABC) transporter superfanuly 
Genome Res. 11 (7), 1156-1166 (2001) 
21329047 
11435397 ' ' 

2 (residues 1 to 1382) , . 
Tammur,J., Prades,C, Arnould,!., Rzhetsky,A Hutchinson,A 
Adachi,M., Schuet Z ,J.D., Swoboda , K . J . , Ptacek,L. J. , Rosier,M., 
Deari,M. and Allikmets,R. ' _ _ 

Two new genes from the human ATP-binding cassette transporter 
superfamily, ABCC11 and ABCC12, tandemly duplicated on chromosome 
16ql2 

Gene 273 (1), 89-96 (2001) 

21376129 

11483364 

3. (residues 1 to 1382) 

Bera,T.K., Lee,S., Salvatore.G. , Lee,B. and Pastan,I 
MRP8 a new member of ABC transporter superfamily, identified by 
EST database mining and gene prediction program, is highly 
expressed in breast cancer 
*~Mol. Med. 7 (8), 509-516 . (2001) 
21475973 

11591886 '^ ' ' 

4 (residues 1 to 1382) 

Yabuuchi,H., Shimizu,H., Takayanagi , S . and Ishikawa,T. 

Multiple splicing variants of two new human ATP-binding cassette 

transporters, ABCC11 and ABCC12 

Biochem. Biophys. Res. Commun. 288 (4), 933-939 (2001) 
21547789 

REVIEWED REFSEQ : This record has been curated by NCBI staff. The 
reference sequence was derived from AF367202.1 
On Jul 11 2002 this sequence version replaced gi: 14211905. 
Summary The protein encoded by this gene is a member of the 



http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=protein& 1 1/1 1/2002 
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suoerfamily dt ATP-binding cassette (ABC) transporters. ABC 
rrote^rSansportvarious^Xecules across ^-^^ 
intra-cellularmembranes^ABC genes are ^.^ ^ ^ 

-^'SansportefisT^er f » ™ 

member ABCC12 are determined to be f r ^ r ^ hr ^ osomal 
both localized to c ^°^.^f 2 ^ Session patterns identify 
S"iKand^tes n ^parogSr SnesS^nic choreoathetosis, a , 
t.nem as cdnuiua . ^ . - K ._- k ^ of , involuntary movements and. 

the predominant isoform (a) . 

Location/Qualifiers 

1. .1382 

/ organ ism= "Homo sapiens" 
/ db_xr e f = " taxon : 9 6 0 6 " 
/chromosome="16" 
/map="16ql2.1" 

/product="ATP-binding cassette, sub-family C, member 11 

/note^ti-resistance protein 8; ATP-binding cassette 
transporter MRP8; ATP-binding cassette protein Cll 

"egjonlname^ABC ^^^^^^ 

have two such regions" 
./note= n ABC_membrane B : 
/db_xre f = " CDD : pfam00664 ,t 

/region_name="ATPases associated with a variety of 
cellular activities" 
/note= n AAA" 

/ db_xre f = " CDD : smart00382 " 

/rIaion 8 name="ABC transporter. ABC transporters for a 
(arge S of proteins responsible for translocation of 
a varied of compounds across biological membranes. ABC 
transporters are the largest family of proteins in many 
completely sequenced bacteria. ABC transporters are 
composed of tTo copies of this domain and two copies of a 
tr^eirane domain pf am00664 . 

belong to a single polypeptide or belong m different 
polypeptide chains" 
/note="ABC_tran' 
/db_xref="CDD:pJam00005 B 

transporter J — 2^^' 
^Xrfof the ^'transporter £ a*ily <p £ a«00005, 

have two such regions" 
/no te= " ABC__membrane B 
/db_xref = " CDD : £fam00664 n 

/region!nLe=«ATPases associated with a variety of 
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cellular activities" 
/note= n AAA" 

/db_xr e f = " CDD : smartOOJ3£2 tt 

Region 1169.. 1351 

/region_name= , 'ABC transporter. ABC transporters for a 
large family of proteins responsible for translocation of 
a variety of compounds across biological membranes. ABC 
transporters are the largest family of proteins in many 
completely sequenced bacteria. ABC. transporters are 
composed of two copies of this domain and two copies , of a 
■ transmembrane domain pfamQ0664 . These- four -domains may. 
/ •belong to a single polypeptide or be Icing in different, 
polypeptide chains'* 
/note= 0 ABC_tran n 
/db_xre f = " CDD : pf amO 0005 " 

CDS 1..1382. 

/gene= ,, ABCCll tt 

/coded„by="NM_032583 .2:79. .4227" 
/note= " transporter" 
/db_xref = " Locus ID : 85320 " 
/db_xref="MIM: 607040 " 

ORIGIN 

1 mtrkrtywvp nssgglvnrg idigddmvsg liyktytlqd gpwsqqernp eapgraavpp 
61 wgkydaalrt mipfrpkprf papqpldnag lfsyltvswl tplmiqslrs rldentippl 
121 svhdasdknv qrlhrlweee vsrrgiekas vllvmlrfqr trlifdallg icfciasvlg 
181 piliipkile yseeqlgnw hgvglcfalf lsecvkslsf ssswiinqrt airfraavss 
241 fafekliqfk svihitsgea isfftgdvny lfegvcygpl vlitcaslvi csissyfiig 
301 ytafiailcy llvfplavfm trmavkaqhh tsevsdqrir vtsevltcik likmytwekp 
361 fakiiedlrr kerkllekcg lvqsltsitl f iiptvatav wvlihtslkl kltasmafsm 
421 laslnllrls vf fvpiavkg ltnsksavmr fkkfflqesp vfyvqtlqdp skalvfeeat 
481 lswqqtcpgi vngalelern ghasegmtrp rdalgpeeeg nslgpelhki nlyvskgmml . 
541 gvcgntgsgk ssllsailee mhllegsvgv. qgslayvpqq awivsgnire nilmggaydk • 
601 arylqvlhcc slnrdlellp fgdmteiger glnlsggqkq rislaravys drqiyllddp 
661 lsavdahvgk hifeecikkt lrgktwlvt hqlqylefcg qiillengki cengthselm 
721 qkkgkyaqli qkmhkeatsd mlqdtakiae kpkvesqala tsleeslngn avpehqltqe 
781 eemeegslsw rvyhhyiqaa ggymvsciif ffwlivflt ifsfwwlsyw leqgsgtnss 
841 resngtmadl gniadnpqls fyqlvyglna lllicvgvcs sgif tkvtrk astalhnklf 
901 nkvfrcpmsf fdtipigrll ncfagdleql dqllpifseq flvlslmvia vllivsvlsp 
961 yillmgaiim vicfiyymmf kkaigvfkrl enysrsplfs hilnslqgls sihvygkted 
1021 fisqfkrltd aqnnylllfl sstrwmalrl eimtnlvtla valfvafgis stpysfkvma 
1081 vnivlqlass fqatarigle teaqftaver ilqymkmcvs eaplhmegts cpqgwpqhge 
1141 iifqdyhmky rdntptvlhg inltirghev vgivgrtgsg ksslgmalfr Ivepmagril 
1201 idgvdicsig ledlrsklsv ipqdpvllsg tirfnldpfd rhtdqqiwda lertfltkai 
1261 skfpkklhtd wenggnfsv gerqllciar avlrnskiil ideatasidm etdtliqrti 
1321 reafqgctvl viahrvttvl ncdhilvmgn gkwefdrpe vlrkkpgslf aalmatatss 
1381 lr 

// ' \ 
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FASTA searches a protein or DNA sequence data bank 
version 3.3t05 March 30/2000 . 
Please cite: 

W.R. Pearson & D.J. Lipman PNAS (1988) 85:2444-2448 

/tmp/fastaCAACZaWfX: 1219 aa 

>SEQ ID NO 23 human transporter 

vs /tmp/fastaDAADZaWfX library 
searching /tmp/ fas taDAADZaWfX library 

' 1382 residues in 1 sequences ; '. ;} 

FASTA (3 34 January 2000) function [optimized, BL50 matrix (15:-5)] ktup: 2 

join: 40, opt: 28, gap-pen: -12/ -2, width: 16 

Scan time: 0.050 
The best scores are: opt ,,, 0 -»» /ooo 

gi 1 21729873 1 ref |NP_115972 . 2 | ATP-binding cassette (1382) 4838 

>>gi 1 21729873 |ref|NP_115972. 2 | ^ATP-binding cassette, sub (1382 aa) 

init 
Smith 
1382) 



initn: 7928 initl: 4838 opt: 4838 
Smith-Waterman score: 7606; 88.061% identity in 1382 aa overlap (1-1219:1- 



10 20 30 40 50 60 

SEQ irrRKRTYWVPNSSGGLVNRGIDIGDDMVSGLIYKTYTLQDGPWSQQERNPEAPGRAAVPP 

oi I 217 MTRKRTYWPNSSGGL^ 

1 io 20 30 40 50 60 

70 80 90 100 110 120 

SEQ WGKYDAALRTMIPFRPKPRFPAPQPLDNAGLFSYLTVSWLTPLMIQSLRSRLDENTIPPL 

Oi I 217 WGKYDAALRTMIPFRPKPRFPAPQPLD^ 

1 ■■■ 70 80 90 .100. . 110 .120. 

130' 140 .150 160 170 180 

SEQ SVTiDASDKNVQRLHRLWEEEVSRRGIEKASVLLVMLRFQRTRLIFDALLGICFCIASVLG 

gi I 217 SWDASDKWQRLHRLWEEEVSRRG^ 

1 130 140 150 160 170 180 

190 200 210 220 230 240 

SEQ piLIIPKILEYSEEQLGNVVHGVGLCFALFLSECVKSLSFSSSWIINQRTAIRFQAAVSS 

qi I 217 PILIIPKILEYSEEQLGNVWGVGLCFALFL 

1 190 200 210 220 230 240 

250 260 270 280 290 ' 300 

SEQ FAFEKLIQFKSVIHITSGEAISFFTGDVNYLFEGVCYGPLVLITCASLVICSISSYFIIG 

gi|217 FAFE^IQFKSVIHITSGEAisFFTGDVT^ 

250 260 270 280 290 300 

310 320 330 340 350 360 

SEQ YTAFI AI LC YLLVF PLEVFMTRMAVKAQHHTS E VSDQRI RVTS EVLTC I KLI KMYTWEKP 

gi I 217 YTAFIAILCYLIiVFPLA^ 

1 310 320 330 340 350 360 

370 380 390 400 410 420 

SEQ FAKI I EDLRRKERKLLEKCGLVQSLTS ITLFI I PTVATAVWVLIHTSLKLKLTASMAFSM 

gi 1217 FAKiiEDLRRKER^LEKCGLVQSLTsiTLF^ 

' 370 380 390 400 410 420 



430 440 450 460 470 480 

SEQ LASLNLLRLSVFFVPIAVKGLTNSKSAVMRFKKFFLQESPVFYVQTLQDPSKALVFEEAT 

ai I 217 LASLl^LRLSVFFVPIAVKGLTNSKSA 

1 430 440 450 460 470 480 

490 500 510 520 530 540 

SEQ. LSWQQTCPQIVWGALELERNGHASEGMTRPRDALGPEEEGNSLGPELHKINLVVSKGMML 

- ai I 2 17 LSWObTCPGIVNGALELERNG 

1 .490 ,500 . 510 520 530 .540 

550 560 570 580 590 600 

SEQ GVCGNTGSGKSSLLSAILEEMHLLEGSVGVQGSLAYVPQQAWIVSGNIRENILMGGAYDK 

ail 217 GVCGNTGSGKSSLLSAILEEMHL^ 

1 550 560 570 580 590 600 

610 620 630 640 650 660 

SEQ ARYLQVLHCCSLNRDLELLPFGDMTEIGERGLNLSGGQKQRISLARAVYSDRQIYLLDDP 

ai I 2 17 ARYLQVLHCCSLNRDLELLPFGDMTEIGERGLNL 

1 610 620 630 640 650 .; 660 

670 680 690 700 710 720 

SEQ LSAVDAHVGKHIFEECIKKTLRGKTWLVTHQLQYLEFCGQIILLENGKIGENGTHSELM 

oi I 217 LSAWAIWGKHIFEECIKKTLRGKW 

1 670 680 690 700 710 720 

730 

SEQ QKKGKYAQLIQKMHKEATS; — — - — ; — - — : " 

ai I 217' QKKGKYAQLTQKMHK 

1 730 . 740 .750 760. 770 780 



SEQ : - - 

qi I 217 EEMEEGSLSWRVYHHYIQAAGGYMVSCIIFFFVVLIVFLTIFSFWWLSYWLEQGSGTNSS 
1 790 800 810 820 830 840 



seq ~~~ 

qi i 217 resngtmadlgniadnpqlsfyqlvyglnalllicvgvcssgiftkvtrkastalhnklf 

' 850 860 870 880 890 ' 900 

740 750 760 770 780 790 

SEQ --VFRCPMSFFpTIPiGRLLNGFAGDLEQLDQLLPIFSEQFLVLSLMVIAVLLIVSVLSP . 

ai I 217 ^FRCPMSFFDTipiGRLLNCFAGDLEQ^ 

1 910 920 930 940 950 960 •. 

800 810 820 830 840 850 

SEQ YILLMGAIIMVICFIYYMMFKKAIGVFKRLENYSRSPLFSHILNSLQGLSSIHVYGKTED 

qi I 217 YILLMGAiilwicFiYYl^FK 

1 970 980 990 1000 1010 1020 



860 870 880 890 900 910 

SEQ FISQFKRLTDAQNNYLLLFLSSTRWMA^ 

gi I 217 FISQFKRLTDAQNOTLLLF 

1030 1040 1050 1060 1070 1080 

920 930 940 950 960 970 

SEQ VNIVLQLASSFQATARIGLETEAQFTAVERILQYMKMCVSEAPLHMEGTSCPQGWPQHGE 

gi|217 VNIVLQLAS^ 
.. . . ; . 1090: - . 1100 V : 11W 1120; ... .1130 . : 1140 

980 990 1000 1010 1020 1030 

SEQ HFQDYHMKYRDNTPTVLHGINLTIRGHEWGIVGRTGSGKSSLGMALFRLVEPMAGRIL 

gi I 217 irFQDYHMKYRDNTPT^ 

1150 1160 1170 1180 1190 1200 

1040 . 1050 1060 1070 1080 1090 

SEQ IDGVDICSIGLEDLRSKLSVIPQDPVLLSGTIRFNLDPFDRHTDQQItVDALERTFLTKAI 

gi I 217 IDGVDICSIGLEDLRSK^ 

1210 1220 1230 1240 1250 1260 

1100 1110 1120 1130 1140 1150 

SEQ SKFPKKLHTDWENGGNFSVGERQLLCIARAVLRNSKIILIDEATASIDMETDTLIQRTI 

gi I 217 S KF PKKLHTD WENGGNF^ I ARAVLRNS K 1 1 L I DEATAS I DMETDTL I QRTI 

1270 1280 1290 1300 1310 1320 

1160 1170 1180 1190 1200 1210 

SEQ RE AFQGCTVLVI AHRVTT VLNC DH I L VMGNGKWEFDRP EVLRKK PG S LFAALMATATS S 

gi I 217 REAFQGCT^VIAHRVTT^ 

1330 : ". 1340 . 1350; 1360 1370 ; . 1380; 



SEQ LR 
gi|217 LR 



1219 residues in 1 query sequences 

1382 residues in 1 library sequences 

Scomplib [.version 3.3t05 March 30, 2000] 

start: Mon-Nov 11 10:23:05 2002 done: Mon Nov 11 10:23:06 2002 

Scan time: 0.050 Display time: 2.400 



Function used was FASTA 



